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European H1N2 swine influenza viruses (EU H1N2SIVs) arose from multiple reassortment events among human
H1N1, human H3N2, and avian influenza viruses. We investigated the evolutionary dynamics of 53 Italian H1N2
strains by comparing them with EU H1N2 SIVs. Hemagglutinin (HA) phylogeny revealed Italian strains fell into four
groups: Group A and B (41 strains) had a human H1 similar to EU H1N2SIVs, which probably originated in 1986.
However Group B (38 strains) formed a subgroup that had a two-amino acid deletion at positions 146/147 in HA.
Group C (11 strains) contained an avian H1 that probably originated in 1996, and Group D (1 strain) had an H1
characteristic of the 2009 pandemic strain. Neuraminidase (NA) phylogeny suggested a series of genomic
reassortments had occurred. Group A had an N2 that originated from human H3N2 in the late 1970s. Group B had
different human N2 that most likely arose from a reassortment with the more recent human H3N2 virus, which
probably occurred in 2000. Group C had an avian-like H1 combined with an N2 gene from one of EU H1N2SIVs, EU
H3N2SIVs or Human H3N2. Group D was part of the EU H3N2SIVs clade. Although selection pressure for HA and NA
was low, several positively selected sites were identified in both proteins, some of which were antigenic, suggesting
selection influenced the evolution of SIV. The data highlight different evolutionary trends between European viruses
and currently circulating Italian B strains and show the establishment of reassortant strains involving human viruses
in Italian pigs.Introduction
Influenza A viruses of subtypes H1N1, H3N2 and H1N2
have been reported in pig populations around the world.
Unlike human influenza, the origin and nature of swine
influenza viruses (SIV) differ between continents. Indeed,
two lineages of SIV that are characterized by distinct gen-
omic evolutions are recognized: the Eurasian lineage that
circulates in Europe and Asia, and the American lineage
that is predominant in America but is also present in Asia.
In recent years, the epidemiology of European SIV has
changed considerably; the prevalent H1N1 viruses in
European countries are antigenically distinct from the
classical H1N1 strains and apparently stem from the
introduction of an avian virus in toto [1]. These avian-like* Correspondence: anamaria.morenomartin@izsler.it
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reproduction in any medium, provided the orviruses, which appeared in European mainland pigs in
1979, seem to have a selective advantage over classical vi-
ruses, because in Europe they have replaced the classical
SIV [2]. The H3N2 viruses that have been present in
Europe since 1984 resulted from a genomic reassortment
between human-like swine H3N2 viruses and avian-like
swine H1N1 viruses. These viruses are characterized by
the presence of human hemagglutinin (HA) and neur-
aminidase (NA), whereas the internal genes are all avian
in origin [2,3]. The latest detected subtype is H1N2, which
was introduced into the swine population in Europe at
two different times. H1N2 SIV were first isolated in
France in 1987 and 1988, and arose from a genomic
reassortment between avian-like H1N1 SIV and human
H3N2 viruses [4]. However, these strains did not spread
beyond their farms of origin. The H1N2SIV currently
circulating in Europe are derived from those isolated in
Great Britain in 1994 [5]. They contain an HA genel Ltd. This is an open access article distributed under the terms of the Creative
ommons.org/licenses/by/2.0), which permits unrestricted use, distribution, and
iginal work is properly cited.
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gene derived from human H3N2 viruses, and internal
genes of avian origin [6]. The H1N2 SIV quickly spread
to pigs in the rest of Europe [7,8] and became endemic.
In Italy, the continuous circulation of the H1N1, H1N2,
and H3N2 SIV subtypes in pig populations has been
reported [3,7,9]. Swine monitoring programs at the
Istituto Zooprofilattico Sperimentale della Lombardia e
dell'Emilia Romagna (IZSLER) have been in place since
the 1990s and are based on genome detection, virus iso-
lation and sequencing of all respiratory forms. Surveil-
lance performed from 1998 to 2012 revealed there was a
continuous circulation of H1N1, H3N2 and H1N2 vi-
ruses and isolation of the H1N1 pdm viruses in pigs
starting in 2009. The most frequent subtype was the
avian-like H1N1, followed by H3N2. The H1N2 subtype
was first isolated in Italy in 1998 but the number of
H1N2 isolations has increased over the last five years,
and in 2009–2010 it was one of the most frequently de-
tected subtypes. During this time it represented 37% of
all isolations, compared to 35% for H1N1 and 28% for
H3N2 [10].
Genomic reassortment between different influenza
subtypes is considered to be one of the evolutionary
mechanisms that generate novel virus strains that have a
pandemic potential for human populations. Swine were
suspected to be a reassortment location for human and
avian viruses, and to be a reservoir for viral variants that
have the potential to produce pandemic human strains
[11]. Recently, the global and local molecular clock con-
cept in a maximum likelihood framework was used to
confirm that human NA, HA and other internal protein
genes had been introduced into European swine H1N2
lineages in the 1970s, early 1980s and late 1980s, re-
spectively, through different reassortments [12]. How-
ever, only H1N2SIV isolated in Europe up until 2001
were included in this study, so it lacked data on the evo-
lutionary dynamics of H1N2 SIV that began circulating
in more recent years. In order to better understand the
epidemiology and molecular evolution of H1N2 SIV in
Italy, we characterized the HA and NA genes of 53
Italian H1N2 strains isolated from 1998 to 2012. Phylo-
genetic analysis was carried out by comparing them with
the HA and NA sequences of influenza viruses (IV) iso-
lated from swine, humans and avian species available in
Influenza Virus Resource at the National Center for Bio-
technology information. Furthermore, we reconstructed
the evolutionary dynamics of influenza A viruses of hu-
man and swine origin using the Bayesian Markov Chain
Monte Carlo method. From this, we estimated both the
rates of nucleotide substitution and Time to the Most
Recent Common Ancestor (TMRCA) for the HA and
NA genes. The last part of the study investigated site by
site positive selection pressures by estimating the ratesof dN and dS substitutions in the HA and NA genes in
order to identify the main mutations that allowed viral
immune-escape. These findings provide valuable infor-
mation about the evolutionary processes of influenza A
viruses of human and swine origin, including the impact
the reassortment events have had on the evolutionary
history of the H1N2 viruses. Moreover, these data high-
light the different evolutionary trends of Italian strains
compared to circulating European viruses, showing that
reassorted strains, which involved human viruses, are
now established in pig populations in Italy.
Materials and methods
Virus isolation and subtype determination
Nasal swabs or lungs were collected from pigs that
showed clinical signs and/or had lesions related to swine
influenza. The samples were tested for influenza A using
real-time RT-PCR as previously described by Spackman
et al. [13]. For virus isolation, positive samples were in-
oculated into Madin-Darby canine kidney (MDCK) and
CACO-2 cells and propagated through the allantoic sac
route of 9–11 day old SPF chicken embryonated eggs
(CEE). Cell culture supernatants (CS) and allantoic fluid
(AF) were tested by a hemagglutination assay that used
chicken erythrocytes, following the standard procedure
[14]. Influenza type A was detected using a double anti-
body sandwich ELISA (NPA-ELISA) and an anti-NPA
monoclonal antibody (ATCC n. HB65 H16-L10-4R5) as
previously described [10]. The subtypes of the isolates
were then determined from two multiplex RT-PCR as-
says [15]. Data of the strains analyzed in this study, in-
cluding production phases, gross lesions, the presence of
other pathogens and sequenced genes, are presented in
Table 1.
Genome sequencing
Viral RNA was extracted from AF and CS using Trizol re-
agent (Invitrogen, Carlsbad, CA, USA) according to the
manufacturer’s protocol, then purified using the QIAamp®
ViralRNA Mini Kit (Qiagen, Hilden, Germany) and
amplified by the OneStep RT-PCR Kit (Qiagen, Hilden,
Germany) [16].
The full length HA and NA genes were amplified using
universal primers as described by Hoffman et al. [17].
Amplified products were then separated on agarose gels
and purified with the Qiaquick® gel extraction kit (Qiagen,
Inc, Valencia, CA, USA). Products were sequenced using
the BigDye® Terminator Cycle Sequencing kit v1.1 (Ap-
plied Biosystems, Foster City, CA, USA). Both strands of
the amplicons were sequenced with the same forward
and reverse primers that were used for the amplifica-
tion. The full-length HA and NA amplicons were also
sequenced with internal primers that are described
elsewhere [15] and resolved on an ABI 3130 DNA
Table 1 Data on the Italian strains investigated in this study.




NA Gross lesions Other pathogens
1 62 1998 B MN Lombardia-N Fattening HQ709201 HQ709202 n.a.
2 3592 1999 A MN Lombardia-N Fattening HQ660233 HQ658492 n.a.
3 18 2000 A FC Emilia Romagna-N Weaning HQ709203 HQ709204 Pneumonia with purple
areas of consolidation
4 22530 2002 C PV Lombardia-N Weaning HQ658491 HQ660234 Pneumonia with purple
areas of consolidation
PRSV
5 4675 2003 B MN Lombardia-N Sows HM996942 HM996957 Pneumonia P. multocida, PRRSV,
PCV2, M.
hyopneumoniae





7 50568 2005 B CR Lombardia-N Fattening HQ660235 HQ660236 Pneumonia with grey
areas of consolidation in
the apical and cardiac
lobes
8 53991 2005 B BS Lombardia-N Fattening KF305975 KF305948
9 203047 2005 B BS Lombardia-N Fattening KF305976 KF305949 Pneumonia with grey
areas of consolidation in
the apical and cardiac
lobes, pleuritis
PRSV, PCV2
10 232134 2005 B CR Lombardia-N Fattening HQ660249 HQ660250 Pneumonia with grey
areas of consolidation in
the apical and cardiac
lobes
11 233139 2005 B PU Marche- C° Weaning HQ660251 HQ660252 Pneumonia with purple
areas of consolidation
12 267010 2005 B VE Veneto-N Weaning KF305977 KF305950 Interstitial pneumonia PCV2
13 626/2 2006 B CR Lombardia-N Fattening HQ658489 HQ658490 Pneumonia with grey
areas of consolidation in





14 20333 2006 B CR Lombardia-N Piglet KF305978 KF305951 Pneumonia with areas of
consolidation in the
cardiac lobes
15 114347/1 2006 B BG Lombardia-N Fattening HQ658487 HQ660244 Pneumonia with grey
areas of consolidation in
the apical and cardiac
lobes
16 226846 2006 B MN Lombardia-N Fattening KF305979 KF305952 Pneumonia with grey
areas of consolidation
PRSV, PCV2
17 269578 2006 B MN Lombardia-N Fattening KF305980 KF305953 Bronchitis and
pneumonia with areas of
consolidation
PRSV










20 198260 2008 B BS Lombardia-N Piglet HQ660247 HQ660248 Interstitial pneumonia,
white necrotic foci in the
myocardium
ECMV
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22 70757 2009 B BS Lombardia-N Fattening HQ660238 HQ660239 Pneumonia with grey
areas of consolidation
and pleuritis
PCV2 , P. multocida
23 81062 2009 B BS Lombardia-N Piglet HQ660240 HQ660241 Pneumonia and fibrinous
pleuritis and pericarditis
PRSV, H. parasuis




25 191985 2009 B LO Lombardia-N Fattening HQ660245 HQ660246 Pneumonia and fibrinous
pleuritis
A. pleuropneumoniae 1
26 274298 2009 B BG Lombardia-N Fattening HQ709193 HQ709194 Pneumonia with purple





27 289700 2009 B BS Lombardia-N Weaning HQ709195 HQ709196 Pneumonia and fibrinous
pleuritis
PRSV, P. multocida
28 310411 2009 C BS Lombardia-N Fattening KF305983 KF305956 Interstitial pneumonia PRSV










31 38272 2010 B BS Lombardia-N Weaning JN596916 JN596917 Pneumonia with grey
areas of consolidation in
the apical lobes
PRSV, PCV2





33 63580 2010 C BS Lombardia-N Weaning KF305984 KF305957 Poly-serositis and
catarrhal enteritis
PRSV, H. parasuis, M.
hyopneumoniae
34 76687 2010 B CR Lombardia-N Weaning KF305985 KF305958 Pneumonia with purple
areas of consolidation in
the apical and cardiac
lobes
PRSV, PCV2
35 85218 2010 B BS Lombardia-N Weaning KF305986 KF305959 Interstitial pneumonia
36 116114 2010 D MN Lombardia-N Fattening CY067662 CY067664 Pneumonia with red
areas of consolidation in








38 149992 2010 B BS Lombardia-N Fattening JN596922 JN596923 Pneumonia and fibrinous
pleuritis
PRSV, P. multocida
39 166015 2010 B BS Lombardia-N Weaning KF305987 KF305960 Suppurative
broncopneumonia
A. pyogenes
40 170177 2010 B CR Lombardia-N Weaning KF305988 KF305961 Pneumonia and fibrinous
pleuritis and pericarditis
PRSV, H. parasuis
41 195639 2010 C CN Piemonte-N Weaning KF305989 KF305962 Pneumonia with red
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42 282964 2010 B MN Lombardia-N Fattening JN596924 JN596925 Pneumonia, fibrinous
pleuritis, interstitial
oedema
PRSV, P. multocida, M.
hyopneumoniae
43 254261 2010 B BS Lombardia-N Piglet KF305990 KF305963 Nasal swabs , monitoring
program
44 16959 2011 B MN Lombardia-N Weaning KF305991 KF305964 Nasal swabs , monitoring
program
45 134110 2011 B MN Lombardia-N Weaning KF305992 KF305965 Interstitial pneumonia,
catarrhal enetritis
E. coli O159




47 195399 2011 C CR Lombardia-N Weaning KF305974 KF305967 Nasal swabs , monitoring
program
48 274551 2011 C CN Piemonte-N Fattening KF305994 KF305968 Nasal swabs , monitoring
program
49 308725 2011 B CN Piemonte-N Weaning KF305995 KF305969 Pneumonia with grey
areas of consolidation in
the apical lobes
50 315977 2011 B MO Emilia Romagna-N Weaning KF305996 KF305970 Pneumonia with purple
areas of consolidation
PRSV, PCV2
51 329017 2011 C BS Lombardia-N Weaning KF305997 KF305971 Nasal swabs, monitoring
program




53 107798 2012 C BS Lombardia-N Weaning KF305999 KF305973 Interstitial pneumonia PRSV, H. parasuis
+Northern Italy, °Central Italy.
n.a. no data available.
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CA, USA). DNA sequences were combined and edited
using the Lasergene sequencing analysis software pack-
age (DNASTAR, Madison, WI, USA). Multiple sequence
alignments were made using ClustalW. Distance-based
phylogenetic trees were generated using the MEGA5
software [18].
Phylogenetic analysis and dataset preparation
The phylogenetic trees were constructed by the Neighbor-
joining (NJ) method using the kimura-two-parameter
model. The results were verified using maximum likeli-
hood and maximum parsimony analysis, which showed
similar topologies. Gene sequences of the Italian strains
were compared with swine, avian and human influenza
virus sequences stored at the Influenza Virus Resource
at the National Center for Biotechnology information
(NCBI) [19].
For the evolutionary analyses, two data sets were pre-
pared using the full-length sequences available; 1) the
H1 gene with 120 HA sequences and 2) the N2 gene,
with 161 NA sequences. Each data set was first aligned
by ClustalW and then further adjusted manually in
BioEdit [20].Phylogenetic inference, estimation of nucleotide
substitution rate and times to common ancestors
Distance-based phylogenetic trees were constructed with
the Maximum Likelihood (ML) method according to the
general time-reversible (GTR) model of base substitu-
tion, using PhyML v.3.0 [21] and MEGA5 software [18].
The results were verified by NJ and maximum parsi-
mony analysis, which showed similar topologies.
For the molecular clock analysis, the best-fit model of
nucleotide substitution was determined for each data set
using the jModelTest v.0.1.1 [22]. All the models were
compared using two criteria, Akaike’s Information Cri-
terion (AIC) and Bayesian information criterion (BIC).
For HA and NA datasets, the GTR + G + I model re-
sulted in the first model for AIC and the second for BIC
and was then selected for both datasets. Four substitution
rate categories were used with the gamma distribution
parameter that was estimated to account for variable sub-
stitution rates among sites.
Rates of molecular evolution (i.e. nucleotide substitu-
tions per site per year) and the time of the most recent
common ancestor tMRCA were estimated for the HA
and NA genes using the Bayesian Markov chain Monte
Carlo (MCMC) approach as implemented in BEAST
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different clock models, strict clock and relaxed uncorre-
lated lognormal clock (UCLD), were compared using a
Bayes factor test for best fit [24,25]. Both datasets were
analyzed using the GTR +G + Γ4 model of nucleotide
substitution.
This test shows that for both genes, the UCLD model
best fit the sequence data. The UCLD model was further
tested with different demographic models (constant popu-
lation size, exponential growth, and logistic growth and
Bayesian skyline coalescent model). Convergence was
assessed by effective sample size (ESS) values higher than
200 and 10% was discarded as burn-in. Uncertainty in
parameter estimates was evaluated in the 95% highest pos-
terior density (HPD 95%) interval. The Bayes Factor was
used to select the model that better fit the data. Finally,
Maximum Clade Credibility (MCC) trees were estimated
from the posterior distribution of trees generated by
BEAST using the Tree Annotator software v.1.6.1 after
the removal of an appropriate burn-in. MCC tree was
visualized using the Fig-Tree software v 1.3.1 [26], which
allowed us to estimate the TMRCA of each individual
node on the trees.
Compilation of data sets and analysis of selection
pressures
To better analyze selection pressure, HA and NA data-
sets were further divided into five sub-datasets according
to the clades evidenced in the phylogenetic trees. Italian
H1N2 strains were divided into four groups, named A,
B, C and D, according to the HA phylogeny. Group A
included strains with an H1 human-like; group B was
formed by strains with an H1 human-like and a deletion
of two amino acids in the HA protein; group C included
strains with an H1 avian-like and group D only one
strain closely related to 2009 H1N1 pandemic viruses
(H1N1pdm).
Datasets used for analysis of selection pressures were
the following: 1 - H1 avian-like (European (EU) H1N1
SIVs and group C); 2 - H1 human-like (EU H1N2 SIVs
and group A and B); 3 - N2 (EU H1N2 SIVs and group
A); 4 - N2 (human H3N2 influenza viruses); 5 - N2 (B
and C strains with the NA related to human H3N2). To
determine the selection pressure on the HA and NA
genes, we estimated the rates of nonsynonymous (dN)
and synonymous (dS) substitutions per site (ratio dN/dS)
for each data set. We used the single likelihood ancestor
counting (SLAC) and the fixed effects likelihood (FEL)
methods that are available at the Datamonkey, which has
an online version of the Hy-Phy package [27-29]. A best
fit model for nucleotide substitution was estimated for
each data set according to AIC. The dN/dS ratio was cal-
culated using a codon model obtained by crossing MG94
and the best nucleotide model [30].Three-dimensional macromolecular structure (3D-MMS)
The three dimensional macromolecular structure (3D-
MMS) of the HA proteins was predicted using the
sequence-homology method that is based on sequences
and structures released by the protein data bank (PDB)
and visualized by Cn3D v4.3 software [31].
Nucleotide sequence accession numbers
The GenBank numbers assigned to the gene sequences
determined in this study are listed in Table 1.
All experimental researches performed in IZSLER are
previously approved by a IZSLER Ethic committee and
are performed according EU and national legislation, how-
ever in this study no experimental research is performed.
Results
Virus isolation and subtype determination
Virus was isolated on allantoic fluid and/or in MDCK
and CACO-2 cell culture supernatants and then identi-
fied using an HA assay to test for hemagglutination and
an NPA-ELISA to test for the presence of influenza A
antigen. Isolated strains were then subtyped by multiplex
RT-PCR that was specific for the HA and NA genes. We
determined the complete sequences of the HA and NA
genes from 53 Italian H1N2 strains that were isolated
between 1998 and 2012 and included them in our evolu-
tionary analysis. Year of isolation, geographical origin,
gross lesions and production phase of these strains are
reported in Table 1.
Phylogenetic analysis of Italian H1N2 viruses
The NJ tree of the HA gene shows three highly signifi-
cant clusters that corresponded to previously described
clades: 1) EU H1N2 SIVs with a human-like H1, 2) EU
H1N1 SIVs with an avian-like H1, and 3) the 2009 H1N1
pandemic viruses (H1N1pdm). Italian H1N2 strains could
be subdivided into four groups according to the HA phyl-
ogeny: Group A included three strains isolated during
1998–2003 that had a human-like H1 that placed them in
the EU H1N2 SIVs clade; Group B contained 38 strains, of
which one was isolated in 1998 and 37 which were more
recently isolated during 2003 to 2011. This group was
placed in the same clade as group A (i.e., EU H1N2) but
formed a separate sub-group that branched off from the
1998 isolate. Group B was characterized by the deletion of
two amino acids in the HA protein at positions 146 and
147; Group C included 11 strains that have an avian-like
H1 that placed them in the clade of EU H1N1 SIVs;
Group D contained one reassorted H1N2 strain (A/Sw/It/
116114/10) that was derived from the H1N1pdm [32], and
which was grouped together with the H1N1pdm strains
isolated from pig farms in Italy [33]. Italian strains divided
by groups are shown in Table 1.
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Italian strains could be divided into three different
clades, EU H1N2 SIVs, EU H3N2 SIVs and human
H3N2. The group A isolates together with a single
group B strain that was isolated in 1998 were included
in the EU H1N2SIVs clade. All the remaining strains in
group B were included in the human H3N2 clade and
the group C isolates had members in all three clades.
Five strains belonged to human H3N2, five were part of
EU H3N2SIVs and one was in EU H1N2SIVs. Group D
was part of the EU H3N2SIV clade. Two additional files
show the NJ trees of the HA and NA genes (see Additional
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Group D
Figure 1 Maximum clade credibility phylogeny and timing for the HA
the GTR + G + Γ4 nucleotide substitution model, the Bayesian skyline coales
molecular clock. H1N2 strains are colored according to the phylogenetic cl
reconstructed common ancestors with 95% credibility intervals, are reporte
Figure 3. For each node posterior probability is reported.Nucleotide substitution rates and times to common
ancestors
Based on the results of the Bayes factor, the model that
best fit the data sets was the uncorrelated lognormal re-
laxed molecular clock with Bayesian skyline coalescent
demographic model and the GTR +G+ Γ4 model of nu-
cleotide substitution. The MCC tree of the HA gene shows
the same previously reported clades and groups (Figure 1).
The MCC tree of the NA gene shows the same three
clades as the NJ tree: EU H1N2 SIVs, EU H3N2 SIVs
and human H3N2 (Figure 2). The Italian strains were
distributed along the three clades as described above.




























gene. Phylogeny was estimated within an MCMC framework using
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Figure 2 Maximum clade credibility phylogeny and timing for the NA gene. Phylogeny was estimated using the models reported in
Figure 1. H1N2 strains are colored according to the phylogenetic classification of the HA gene. The most interesting internal nodes, which
reconstructed common ancestors with 95% credibility intervals, are reported. Numbers 1, 4 and 5 refer to the reassortment events described in
Figure 3. For each node posterior probability is reported.
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shows that the greatest similarity (from 97.1% to 95.1%)
was to A/Hong Kong/CUK20199/97 H3N2. In general,
the human H3N2 NA gene forms a seasonal phylogen-
etic cluster [34] and group B clustered with human
H3N2 viruses from the 1997–1998 seasons. The eleven
strains of group C were divided into three groups based
on the sequence of the NA gene. The first group in-
cluded five strains that show an uncommon pattern thatarose from reassortment with an avian-like H1N1 HA
SIVs and an EU H3N2 SIV-like NA. The second group
contained five strains characterized by an avian-like H1
combined with an NA gene that was closely related to
group B and human H3N2. The NA of the remaining
group C strain (A/sw/It/22530/02) was related to EU
H1N2 SIVs.
The highest number of substitutions was observed in
the HA segment (4.09 × 103 substitutions/site/year; 3,
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74 × 103 (3, 32–4, 17 × 103 95% HPD). Based on these
substitution rates, our tMRCA estimations suggest that
a European H1N2 precursor acquired the NA gene from
an old human H3N2 IVs by reassortment in 1978
(1975–1982; 95% HPD) and later obtained the HA gene
by reassortment with the human H1N1 IVs in 1986
(1983–1989; 95% HPD). These two reassortment events
would have given rise to the EU H1N2 SIVs and the Ital-
ian strains of group A. In addition, our analysis suggests
three more reassortment events (named 3, 4 and 5) took
place at different times between circulating swine and hu-
man influenza viruses: 3 – Italian viruses of group C,
which introduced an avian-like H1 gene typical of the EU
H1N1 SIVs in 1996 (1994–1998; 95% HPD) (Figure 1); 4 –
Group B viruses were derived from a precursor that had a
human-like H1, which is closely related to EU H1N1 SIVs,
but was characterized by the deletion of two aa and which
originated around 1997 (1996–1998; 95% HPD) (Figure 1).
This precursor later acquired the NA gene from the Hu-
man H3N2 IVs in 2000 (1999–2002 95%HPD) (Figure 2).
5 – Some strains in group C acquired an NA gene derived
from the EU H3N2 SIVs after the introduction of an
avian-like H1. These viruses were divided into two sub-
groups, probably reflecting two different introductions,
the first which occurred in 2003 (2000–2006 95% HPD)
and the second which occurred in 2006 (2005–2008 95%
HPD) (Figure 2). A summary of the different phylogenetic
patterns of the HA and NA genes that highlights the reas-
sortment events is shown in Figure 3.Figure 3 Diagram of the reassortment events that generated the H1N
time in years. The reassortment events that involve the HA gene are report
are in the lower part. The numbered reassortment events are the following
gene from the Human H3N2 viruses; 2- the introduction of the HA gene fr
Italian group A; 3- Introduction of an H1 avian like from the EU H1N1 SIVs
likeN2 strains and the Italian group C; 4- Introduction of the NA gene from
B; 5- Introduction of the NA gene from the EU H3N2 SIVs that generate the
H3N2 SIVs). Mean estimates of TMRCAs with 95% credible intervals for eachMolecular analysis and selection pressure
Comparisons of the deduced aa sequences of the HA
gene of Italian strains and the European H1N2 SIVs
stored in Influenza Virus Resource NCBI revealed the
most interesting finding for group B. This group had a
deletion of two aa at positions 146 and 147 in the HA
protein, which were equivalent to residues 133 and 133A
in H3 numbering [35]. The predicted 3D-MMS of the
HA protein shows that these two residues are located in
the membrane-distal globular portion of the molecule
within the receptor-binding subdomain [35]. Three struc-
tural elements, the 190 helix (from R190 to R195), the 130
loop (from R133 to R138) and the 220 loop (from R217 to
R230), form the sides of each binding site, which is made
up of the conserved residues Y108, W167, H197 and Y209
(Y98, W153, H183 and Y195 in H3 numbering) [36]. The
two aa deletions found in the Italian strains were located
in the 130 loop. An additional file shows the predicted
3D-MMS of the HA and the three structural elements of
the receptor binding subdomain (see Additional file 3).
Comparison of the deduced aa NA sequences Italian
H1N2 strains revealed the presence of aa changes in the
previously identified phylogenetically informative posi-
tions (PIP) and phylogenetically informative regions
(PIR) [10].
The analysis of selection pressures revealed that most
codons were subject to positive selection. For each data-
set, values of mean dN/dS ratio (ω) and individual co-
dons that were subject to positive selection are reported
in Table 2. The ω values were below 1.0 for all datasets,2 SIVs types currently circulating in Europe. The line represents
ed in the upper part of the diagram whereas those of the NA gene
: 1- the EU H1N2 SIVs was launched with the introduction of the NA
om the human H1N1 viruses that generate the EU H1N2 SIVs and the
in the H1N2 lineage that have given rise to the reassortant H1avian-
the more recent human H3N2 viruses that generate the Italian group
reassortant H1N2(EU H3N2 SIVs) strains and Italian H1avian-likeN2(EU
event are reported.






Mean dN/dS Positively selected sites Domain1 Antigenic site2
(95% CI) P = 0.1
SLAC FEL
H1 avian-like 61 539 0.208 (019–0.22) 116 116 HA1 - E
137 137 HA1 -RBD
152 HA1 -RBD
159 159 HA1 -RBD Ca
172 172 HA1 -RBD Sa
185 HA1 -RBD Ca
213 HA1 -RBD Sb
232 HA1 -RBD
239 239 HA1 -RBD
392 HA2 - F
399 HA2 - F
H1 human-like 65 555 0.225 (0.21-0.24) 102 102 HA1 - E
146 HA1 -RBD
158 HA1 -RBD Ca
213 HA1 -RBD Sb
271 271 HA1 -RBD
550 550 HA2 - F
N2 EU sw H1N2 84 469 0.185 (0.17-0.20) 358 PIR H'
381
455
N2 recent Italian H1N2 42 461 0.181 (0.15-0.22) 0 0
N2 human H3N2 240 459 0.265 (0.24-0.29) 43 PIR A'
151 151 NA head domain
221 221 Antibody binding
267
339 PIR F' Antigenic site
370 370 Antigenic site
1→ HA domains: E- vestigial esterase, RBD – Receptor binding domain, F – membrane fusion subdomain in the HA2 subunit [38]. NA domains: PIR – phylogenetic-
ally important regions described by Fanning et al. [39], NA head domain and antibody binding positions were previously reported by Gulati et al. [40].
2→ Antigenic sites in HA: Ca, Sa, Sb described by Caton et al. [37] and for H1N1pdm by Xu et al. [41]. Antigenic sites in NA: described by Colman et al. [42] and
Air et al. [43].
Numbering is based on defining the first amino acid of the open reading frame as amino acid n. 1.
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on the gene as a whole. The ω of the human N2 dataset
was the highest whereas the ω of the N2 of the recent
Italian H1N2 SIVs dataset was the lowest. Site-by-site
tests for positive selection helped to identify specific
sites that were not detected by the global positive selec-
tion analysis. Results obtained using the SLAC and FEL
methods were evaluated and SLAC analysis showed
fewer sites under positive selection than the FEL ana-
lysis, for all datasets. Specifically, when FEL was used, 11
residues were identified that were positively selected for
in the avian-like H1 dataset and six residues were found
that were positively selected for in the human-like H1dataset. Eight of eleven positively selected sites in avian
like H1 and four of six in human-like H1 were located
in the receptor binding site and some of them also
formed part of the Sa, Sb and Ca antigenic sites [37]. No
sites that are involved in receptor binding specificity [38]
were under positive selection in either H1 dataset.
Several sites under positive selection were found in
both the N2 EU H1N2 SIVs and human N2 H3N2 data-
sets. Six sites in the human N2 of the H3N2 virus were
positively selected for, and three sites in the N2 of EU
H1N2 SIVs were positively selected for. Four of the six
sites identified in the human N2 were located in import-
ant domains (phylogenetically important regions, NA
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found no sites in the N2 of recent Italian strains that
were under positive selection. For each dataset, the se-
lection pressure, the positively selected sites and their lo-
cation in the protein are reported in Table 2.
Discussion
This study focused on the evolutionary dynamics of the
H1N2 subtype isolated from Italian swine, beginning in
1998 and continuing into 2012. To perform a phylogenetic
and molecular analysis of the HA and NA genes of 53
Italian H1N2 strains, we compared their gene sequences
with the Influenza Virus Resource NCBI sequence collec-
tion of swine influenza viruses and influenza viruses of
human and avian origin. Our analyses revealed a clear dif-
ference between Italian strains of group A, which were
closely related to the EU H1N2 SIVs, and group B, which
had a different HA-NA combination. This difference was
characterized by an HA that derived from an H1N2 strain
that was isolated in Italy in 1998 that had two aa deletions
within the receptor binding site of the HA protein (Resi-
dues 146 and 147, which are equivalent to 133 and 133A
in H3 numbering), and an NA gene that was closely
related to the human H3N2 viruses of 1997. To our know-
ledge, a single aa deletion at position 147 has been ob-
served in 4/285 (1.6%) of H1 European SIVs sequences
available in GenBank, whereas the deletion of two aa was
only found in Italian strains. In addition, we identified
three different groups of strains that arose from reas-
sortment in group C, which are characterized by an
avian-like H1 that is combined with the N2 of one of
the following clades: EUH1N2SIVs, EU H3N2SIVs or
Human H3N2SIVs. Interestingly, strains with an N2 pro-
tein that is closely related to EU H1N2SIVs apparently
have not circulated in Italy since 2003, because all the
strains isolated after 2003 contained NA proteins that
were closely related to human H3N2 or EU H3N2SIVs.
The time-scaled phylogeny of the HA protein revealed
that Italian strains could be segregated into four differ-
ent groups. The majority of them was in groups A and
B, and had a human-like H1 antigen, which probably
originated in 1986. Group B however, formed a sub-
group that was characterized by a two aa deletion in the
HA protein. In contrast to A and B, the third group of
11 isolates (Group C) was characterized by an avian-like
H1, which probably originated in 1996. Group D had
only one strain that had an H1 characteristic of the 2009
pandemic strain. The analysis of the dated NA phyl-
ogeny suggests that the observed Italian swine strains
arose from a series of reassortment events. In particular,
whereas the oldest strains in group A have an NA pro-
tein that originated from human H3N2 viruses in the
late 1970s, the isolates in the more recent group B, ex-
cluding one strain isolated in 1998, are characterized bythe two aa deletion in the H1 protein, and a different
human N2. This N2 probably resulted from reassort-
ment with a more recent H3N2 virus, which was circu-
lating among humans and took place in 2000 or later.
The analysis of group C isolates was more complex be-
cause the NA protein of five of these strains was derived
from EU swine H3N2, for one it was derived from EU
swine H1N2, and for the other five, similar to the group
B isolates, the N2 was derived from human H3N2. Fur-
thermore, the five strains characterized by the avian-like
H1 and swine H3N2 NA protein segregated into two
groups, suggesting that at least two other reassortment
events took place in 2003 and 2006. Finally for group D,
the virus has the H1(2009)pdm and an NA protein de-
rived from swine H3N2, which originated in 2003.
To better characterize the effect of the two aa deletion
found in the Group B H1 gene, the 3D-MMD of the HA
protein was predicted. The region of HA that contains the
receptor binding residues is located at the membrane –
distal tip of each monomer of the HA trimer. This binding
site is flanked by three elements. The 220 and 130 loops
contain amino acids that interact with sialic acid or in-
ternal sugars of the glycan chain. The 190 helix forms the
membrane-distal region of the site and includes residues
that have the potential to contact the sialic acid or internal
glycans on the receptor [44]. The two deleted amino acids
are at position 133 and 133A (H3 numbering), which is lo-
cated in the 130 loop and therefore, could affect virus in-
teractions with cell surface receptors. In order to better
investigate the effects of these interesting deletions on the
receptor interactions further studies are required.
Theoretically, reassortment events between human and
swine influenza viruses might frequently occur but fail to
persist in the pig population [45]. Indeed, new virus
strains with different antigenic characteristics may be at
an advantage or disadvantage compared to well-adapted,
established viruses already circulating in pigs. Those at an
advantage could persist in pigs and, following adaptation,
could be associated with clinical disease [46]. The success-
ful transmission of Influenza A virus (IAV) depends on a
specific gene constellation [46] and a better balanced HA-
NA gene combination [47]. HA and NA proteins both
recognize sialic acid but with conflicting activities, and a
balance of HA and NA protein activity is essential to en-
sure efficient viral replication [47]. While a virus is adapt-
ing to a new host, possibly by improving its transmission
efficiency, a functional balance between HA binding and
NA enzymatic activity may occur [48]. The emergence
and persistence of group B strains suggest that a particular
gene constellation and an optimum balance between HA
and NA activity contributes to its efficient replication and
successful transmission among pigs. Another interesting
group that was formed by strains of group C with an
avian-like H1 has been increasing in the last few years.
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last three years and 50% of the H1N2 strains isolated in
2011–2012 also contained this hemagglutinin variant.
These data suggest that, together with the previously
established group B, there is now a persistence of group C
strains and both B and C have probably replaced the EU
H1N2 SIVs in our country, because they have not been
isolated since 2003.
Positive selection for the full length HA and NA se-
quences of the H3N2 and H1N1 viruses was previously
reported [49-52]. However, there was a lack of detailed
description of these analyses in swine influenza viruses
because the two swine lineages were not differentiated.
Although Li et al. [51] distinguished between them, the
European SIVs were analysed as a unique dataset and
differences between the HA protein of viruses circulating
in Europe (EU H1 avian origin SIVs and EU H1 human
origin SIVs) were not considered. In our study, five differ-
ent datasets were taken into account: for HA - European
avian-like H1 and human-like H1 and for NA – three
datasets that corresponded to different clusters in the NA
tree. These were the N2 of EU H1N1 SIVs, recent Italian
SIVs and recent human H3N2 IVs. Swine influenza virus
is considered to be under weak selection pressure by the
host’s immune system [9] and this was confirmed by the
lower ω values we observed for the different datasets
(Table 2). Selection pressure analyses of Italian strains, ex-
cept for Italian B and C strains with the NA gene related
to human H3N2, were performed together with the EU
SIVs because of the observed close genetic relationship.
The NA gene of the remaining Italian strains is derived
from the recent human H3N2 strains; it is found only in
Italy and therefore was analyzed separately. Interestingly,
for this dataset the global ω value was lower than that of
human viruses and similar to the EU SIVs according to a
host-specific evolution of influenza virus genes [53].
Because of the short average life span of pigs, swine in-
fluenza virus evolution may be determined to only a lim-
ited extent by immune pressure, which is the driving
force of antigenic drift of influenza viruses in humans
[9]. Human influenza viruses require frequent antigenic
changes of HA to ensure that a sufficiently large pool of
immunologically susceptible hosts is available. The situ-
ation for swine influenza viruses is different due to a con-
tinuous renewal of the susceptible pig population since
the major part of pigs are killed at the age of 6 months (up
to 8 months in Italy) consequently limiting the increase of
immune pressure. Only adult sows used for pig breeding
have a long life, experiencing more than one influenza sea-
son and could create some degree of immune pressure.
Influenza vaccination of pigs is applied in Europe using
inactivated, bivalent vaccines, that are used mainly in gilts
and sows; however this vaccination is used in a low num-
ber of breeding farms (below 30%) in Italy (G Alborali,unpublished observations). Considering the limited vac-
cination in Italy and the continual supply of non-immune
animals, we could hypothesize that vaccination does not
play an important role in the evolution of Italian swine in-
fluenza viruses.
Site-by-site analysis revealed that for both HA types,
several sites were under positive selection. Some sites were
located in the receptor binding site and some of them
formed part of the Sa, Sb and Ca antigenic sites. For NA,
the N2 of human origin was subject to the strongest posi-
tive selection. Four of the six sites identified were located
in important domains (phylogenetically important regions,
NA head and antibody binding domains). These results
demonstrate that although the selection pressure on SIVs
is weak, selection has influenced the evolution of the
virus, leading to amino acid substitutions at several anti-
genic sites.
Continuous monitoring of the genetic content of cir-
culating IAV in order to detect new reassortment events,
and studies that define the processes involved in viral
reassortment are essential if we are to understand how
pandemic IAV arise. Understanding IAV evolution and
adaptation to various hosts will also provide information
on their ability to cross host barriers and develop into
pandemic strains.
Additional files
Additional file 1: Phylogenetic tree of the HA gene. Gene sequences
of the Italian strains were compared with swine, avian and human
influenza virus sequences stored at the Influenza Virus Resource at the
National Center for Biotechnology information (NCBI). The unrooted tree
was generated with the MEGA5 program using the Neighbor-Joining
method. The evolutionary distances were computed using the Kimura
2-parameter method. Bootstrap values were calculated on 1000 replicates
and only values higher than 70% are shown. Viruses used in this study
are underlined.
Additional file 2: Phylogenetic tree of the NA gene. Gene sequences
of the Italian strains were compared with swine, avian and human
influenza virus sequences stored at the Influenza Virus Resource at the
National Center for Biotechnology information (NCBI). The unrooted tree
was generated as described in Figure 1. Viruses used in this study are
underlined.
Additional file 3: Predicted 3D-MMS of monomer of the H1 protein
(a: lateral view and b: top view). Amino acid residues R133 and 133A,
which are deleted in the recent Italian H1N2 strains, are shown in red.
Numbering is expressed in H3 numbering. The receptor-binding subdo-
main, which is located in the globular part of the molecule, and the three
secondary structure units making up the site are shown in yellow [35,36].
Abbreviations
EU H1N2SIVs: European H1N2 swine influenza viruses; HA: Hemagglutinin;
NA: Neuraminidase; aa: Amino acid; SIVs: Swine influenza viruses;
TMRCA: Time to the most recent common ancestor; GTR: General time-
reversible; UCLD: Uncorrelated lognormal clock; IAV: Influenza a viruses;
NJ: Neighbor-joining; pdm: Pandemic; SLAC: Single likelihood ancestor
counting; dN: Non synonymous; dS: Synonymous; ML: Maximum likelihood;
MCMC: Bayesian Markov chain Monte Carlo; MCC: Maximum Clade
credibility; ESS: Effective sample sizes; FEL: Fixed effects likelihood; 3D-
MMS: Three dimensional macromolecular structure; PDB: Protein data bank;
AIC: Akaike’s information criterion; BIC: Bayesian information criterion.
Moreno et al. Veterinary Research 2013, 44:112 Page 13 of 14
http://www.veterinaryresearch.org/content/44/1/112Competing interests
The authors declare that they have no competing interests.Authors’ contributions
AM conceived and designed the study, carried out molecular and
evolutionary studies and selection pressure analysis, and drafted the
manuscript; EG participated in the sequence alignment and evolutionary
studies; ES and DL participated in the molecular studies and virus isolation;
CC participated in virus isolation and characterization and collected
anamnestic data; GZ and MC participated in the evolutionary studies and
helped to draft the manuscript; PC participated in designing and
coordinating the study, and helped to draft the manuscript. All authors have
read and approved the manuscript.Acknowledgements
The Authors would like to thank Mrs. Michela Fazio and Mrs. Francesca
Adella for excellent technical assistance. This study was partially founded by
the national research projects PRC 2011015 and CCM2009INFLUSUINA.
Author details
1Department of Virology, Istituto Zooprofilattico Sperimentale della
Lombardia ed Emilia Romagna, Via Bianchi, 9, 25124 Brescia, Italy. 2Laboratory
of Infectious Diseases and Tropical Medicine, University of Milan, Ospedale
Luigi Sacco Azienda Ospedaliera Polo Universitario, Via G.B. Grassi, 74, 20157
Milan, Italy. 3Diagnostic Laboratory, Istituto Zooprofilattico Sperimentale della
Lombardia ed Emilia Romagna, Via dei Mercati, 13A, 43100 Parma, Italy.
4Department of Infectious, Parasitic, and Immunomediated Disease, National
Institute of Health, V.le Regina Elena, 299, 00161 Rome, Italy.
Received: 7 June 2013 Accepted: 19 November 2013
Published: 1 December 2013References
1. Pensaert M, Ottis K, Vandeputte J, Kaplan MM, Bachmann PA: Evidence for
the natural transmission of influenza a virus from wild ducks to swine
and its potential for man. Bull World Health Organ 1981, 59:75–78.
2. Campitelli L, Donatelli I, Foni E, Castrucci MR, Fabiani C, Kawaoka Y, Krauss S,
Webster RG: Continued evolution of H1N1 and H3N2 influenza viruses in
pigs in Italy. Virology 1997, 232:310–318.
3. Castrucci MR, Donatelli I, Sidoli L, Barigazzi G, Kawaoka Y, Webster RG:
Genetic reassortant between avian and human influenza a viruses in
Italian pigs. Virology 1993, 232:310–318.
4. Gourreau JM, Kaiser C, Valette M, Douglas AR, Labie J, Aymard M: Isolation
of two H1N2 influenza viruses from swine in France. Arch Virol 1994,
135:365–382.
5. Brown IH, Chakraverty P, Harris PA, Alexander DJ: Disease outbreaks in pigs
in great Britain due to an influenza a virus of H1N2 subtype. Vet Rec
1995, 136:328–329.
6. Brown IH, Harris PA, McCauley JW, Alexander DJ: Multiple genetic
reassortment of avian and human influenza a viruses in European pigs,
resulting in the emergence of an H1N2 virus of novel genotype. J Gen
Virol 1998, 79:2947–2955.
7. Marozin S, Gregory V, Cameron K, Bennett M, Valette M, Aymard M, Foni E,
Barigazzi G, Lin Y, Hay A: Antigenic and genetic diversity among swine
influenza a H1N1 and H1N2 viruses in Europe. J Gen Virol 2002, 83:735–745.
8. Maldonado J, Van Reeth K, Riera P, Sitjà M, Saubi N, Espuña E, Artigas C:
Evidence of the concurrent circulation of H1N2, H1N1 and H3N2
influenza a viruses in densely populated pig areas in Spain. Vet J 2006,
172:377–381.
9. de Jong JC, Smith DJ, Lapedes AS, Donatelli I, Campitelli L, Barigazzi G, Van
Reeth K, Jones TC, Rimmelzwaan GF, Osterhaus ADME, Fouchier RAM:
Antigenic and genetic evolution of swine influenza a (H3N2) viruses in
Europe. J Virol 2007, 81:4315–4322.
10. Moreno A, Chiapponi C, Boniotti MB, Sozzi E, Foni E, Barbieri I, Zanoni MG,
Faccini S, Lelli D, Cordioli P: Genomic characterization of H1N2 swine
influenza viruses in Italy. Vet Microbiol 2012, 156:265–276.
11. Scholtissek C, Burger H, Kistner O, Shortridge KF: The nucleoprotein as a
possible major factor indetermining host specificity of influenza H3N2
viruses. Virology 1985, 147:287–294.12. Lam TY, Hon CC, Wang Z, Hui RKH, Zeng F, Leung FCC: Evolutionary analyses
of European H1N2 swine influenza a virus by placing timestamps on the
multiple reassortment events. Vir. Res. 2008, 131:271–278.
13. Spackman E, Senne DA, Myers TJ, Bulaga LL, Garber LP, Perdue ML, Lohman
K, Daum LT, Suarez DL: Development of a real-time reverse transcriptase
PCR assay for type a influenza virus and the avian H5 and H7
hemagglutinin subtypes. J Clin Microbiol 2002, 40:3256–3260.
14. Swine influenza: Chapter 2.8.8, OIE Manual of diagnostic tests and vaccines for
terrestrial animals; 2010. [http://www.oie.int/fileadmin/Home/eng/
Health_standards/tahm/2.08.08_SWINE_INFLUENZA.pdf]
15. Chiapponi C, Moreno A, Barbieri I, Merenda M, Foni E: Multiplex RT-PCR
assay for differentiating European swine influenza virus subtypes H1N1,
H1N2 and H3N2. J Virol Methods 2012, 184:117–120.
16. Bragstad K, Jørgensen PH, Handberg KJ, Mellergaard S, Corbet S, Fomsgarrd
A: New avian influenza a virus subtype combination H5N7 identified in
Danish mallard ducks. Virus Res 2005, 109:181–190.
17. Hoffmann E, Stech J, Guan Y, Webster RG, Perez DR: Universal primer set
for the full-length amplification of all influenza a viruses. Arch Virol 2001,
146:2275–2289.
18. Tamura K, Peterson D, Peterson N, Stecher G, Nei M, Kumar S: MEGA5:
molecular evolutionary genetics analysis using maximum likelihood,
evolutionary distance, and maximum parsimony methods. Mol Biol Evol
2011, 28:2731–2739.
19. The Influenza Virus Resource at the National Center for the
Biotechnology information [http://www.ncbi.nlm.nih.gov/genomes/FLU/]
20. Hall TA: BioEdit: a user-friendly biological sequence alignment editor and
analysis program for Windows 95/98/NT. Nucl Acids Symp 1999, 41:95–98.
21. Guindon S, Dufayard JF, Lefort V, Anisimova M, Hordijk W, Gascuel O: New
algorithms and methods to estimate maximum-likelihood phylogenies:
assessing the performance of PhyML 3.0. Syst Biol 2010,
59(Suppl 3):307–321.
22. Posada D: jModelTest: phylogenetic model averaging. Mol Biol Evol 2008,
25:1253–1256.
23. Drummond AJ, Rambaut A: BEAST: Bayesian evolutionary analysis by
sampling trees. BMC Evol Biol 2007, 7:e214.
24. Drummond AJ, Ho SY, Phillips MJ, Rambaut A: Relaxind phylogenetics and
dating with confidence. PloS Biol 2006, 4(Suppl 5):e88.
25. Suchard MA, Weiss RE, Sinsheimer S: Bayesian selection of continuous-
time Markov chain evolutionary models. Mol Biol Evol 2001,
18(Suppl 6):1001–1013.
26. The Fig-Tree software v 1.3.1. [http://tree.bio.ed.ac.uk/software/figtree/]
27. The Adaptative evolution server – Datamonkey, on line version of the
Hy-Phy package. [http://www.datamonkey.org]
28. Kosakovsky Pond SL, Frost SD: Datamonkey: rapid detection of selective
pressure on individuals sites of codon alignments. Bioinformatics 2005,
21:2531–2533.
29. Kosakovsky Pond SL, Frost SD: Not so different after all: a comparison of
methods for detecting amino acid sites under selection. Mol Biol Evol
2005, 22:1208–1222.
30. Muse SV, Gaut BS: A likelihood approach for comparing synonymous and
nonsynonymous nucleotide substitution rates, with application to the
chloroplast genome. Mol Biol Evol 1994, 11:715–724.
31. Wang Y, Geer LY, Chappey C, Kans JA, Bryant SH: Cn3D: sequence and
structure views for Entrez. Trends Biochem Sci 2000, 25:300–302.
32. Moreno A, Di Trani L, Faccini S, Vaccari G, Nigrelli D, Boniotti MB, Falcone E,
Boni A, Chiapponi C, Sozzi E, Cordioli P: Novel H1N2 swine influenza
reassortant strain in pigs derived from the pandemic H1N1/2009 virus.
Vet Microbiol 2011, 149:472–477.
33. Moreno A, Di Trani L, Alborali L, Vaccari G, Barbieri I, Falcone E, Sozzi E,
Puzelli S, Ferri G, Cordioli P: First pandemic H1N1 outbreak from a pig
farm in Italy. Open Virol J 2010, 4:52–56.
34. Bragstad K, Nielsen LP, Fomsgaard A: The evolution of human influenza a
viruses from 1999 to 2006: a complete genome study. Virol J 2008, 5:40.
35. Ha Y, Stevens DJ, Skehel JJ, Wiley DC: H5 avian and H9 swine influenza
virus haemagglutinin structures: possible origin of influenza subtypes.
EMBO J 2002, 21:865–875.
36. Bradley KC, Jones CA, Tompkins SM, Tripp RA, Russell RJ, Gramer MR,
Heimburg-Molinaro J, Smith DF, Cummings RD, Steinhauer DA: Comparison
of the receptor binding properties of contemporary swine isolates and
early human pandemic H1N1 isolates (Novel 2009 H1N1). Virology 2011,
413:169–182.
Moreno et al. Veterinary Research 2013, 44:112 Page 14 of 14
http://www.veterinaryresearch.org/content/44/1/11237. Caton AJ, Brownlee GG, Yewdell JW, Gerhard W: The antigenic structure of
the influenza virus A/PR/8/34 hemagglutinin (H1 subtype). Cell 1982,
31:417–427.
38. Gamblin SJ, Haire LF, Russell RJ, Stevens DJ, Xiao B, Ha Y, Vasisht N,
Steinhauer DA, Daniels RS, Elliot A, Wiley DC, Skehel JJ: The structure and
receptor binding properties of the 1918 influenza hemagglutinin.
Science 2004, 303:1838–1842.
39. Fanning TG, Reid AH, Taubenberger JK: Influenza a virus neuraminidase:
regions of the protein potentially involved in virus-host interactions.
Virology 2000, 276:417–423.
40. Gulati U, Hwang C, Venkatrami L, Gulati S, Stray SJ, Lee JT, Laver WG,
Bochkarev A, Zlotnick A, Air GM: Antibody epitopes on the neuraminidase
of a recent H3N2 influenza virus (A/Memphis/31/98). J Virol 2002,
76:12274–12280.
41. Xu R, Ekiert DC, Krause JC, Hai R, Crowe JE Jr, Wilson IA: Structural basis of
preexisting immunity to the, H1N1 pandemic influenza virus. Science
2009, 2010:357–360.
42. Colman PM, Varghese JN, Laver WG: Structure of the catalytic and
antigenic sites in influenza virus neuraminidase. Nature 1983, 303:41–44.
43. Air GM, Els MC, Brown LE, Laver WG, Webster RG: Location of antigenic
sites on the three-dimensional structure of the influenza N2 virus neur-
aminidase. Virology 1985, 145:237–248.
44. Bradley KC, Galloway SE, Lasanajak Y, Song X, Heimburg-Molinaro J, Yu H,
Chen X, Talekar GR, Smith DF, Cummings RD, Steinhauer DA: Analysis of in-
fluenza virus hemagglutinin receptor binding mutants with limited re-
ceptor recognition properties and conditional replication characteristics.
J Virol 2011, 85:12387–12398.
45. Van Reeth K: Avian and swine influenza viruses: our current
understanding of the zoonotic risk. Vet Res 2007, 38:243–260.
46. Brown IH: The epidemiology and evolution of influenza viruses in pigs.
Vet Microbiol 2000, 74:29–46.
47. Mitnaul LJ, Matrosovich MN, Castrucci MR, Tuzikov AB, Bovin NV, Kobasa D,
Kawaoka Y: Balanced hemagglutinin and neuraminidase activities are critical
for efficient replication of influenza a virus. J Virol 2000, 74:6015–6020.
48. Matrosovich M, Zhou N, Kawaoka Y, Webster R: The surface glycoproteins
of H5 influenza viruses isolated from humans, chickens, and wild aquatic
birds have distinguishable properties. J Virol 1999, 73:1146–1155.
49. Wolf YI, Viboud C, Holmes EC, Koonin EV, Lipman DJ: Long intervals of
stasis punctuated by bursts of positive selection in the seasonal
evolution of influenza a virus. Biol Direct 2006, 1:34.
50. Furuse Y, Shimabukuro K, Odagiri T, Sawayama R, Okada T, Khandaker I,
Suzuki A, Oshitani H: Comparison of selection pressures on the HA gene
of pandemic (2009) and seasonal human and swine influenza a H1
subtype viruses. Virology 2010, 405:314–321.
51. Li W, Shi W, Qiao H, Ho SY, Luo A, Zhang Y, Zhu C: Positive selection on
hemagglutinin and neuraminidase genes of H1N1 influenza viruses.
Virol J 2011, 8:183.
52. Shen J, Ma J, Wang Q: Evolutionary trends of A(H1N1) influenza virus
hemagglutinin since 1918. PLoS One 2009, 4:e7789.
53. Webster RG, Bean WJ, Gorman OT, Chambers TM, Kawaoka Y: Evolution
and ecology of influenza a viruses. Microbiol Rev 1992, 56:152–179.
doi:10.1186/1297-9716-44-112
Cite this article as: Moreno et al.: Different evolutionary trends of swine
H1N2 influenza viruses in Italy compared to European viruses. Veterinary
Research 2013 44:112.Submit your next manuscript to BioMed Central
and take full advantage of: 
• Convenient online submission
• Thorough peer review
• No space constraints or color ﬁgure charges
• Immediate publication on acceptance
• Inclusion in PubMed, CAS, Scopus and Google Scholar
• Research which is freely available for redistribution
Submit your manuscript at 
www.biomedcentral.com/submit
